The crystal structures of (II) i.e, 4-chloro-N-(3,4,5-trimethoxybenzylidene)aniline (Dehno Khalaji et al., 2009) and (III) i.e, 4-[(4-chlorophenyl)iminomethyl]-2-methoxyphenol (Shang & Tan, 2007) have been published which are related to the title compound (I, Fig. 1) The title compound consists of two molecules in the crystallographic asymmetric unit which differ from each other geometrically. In one molecule, the 4-chloroanilinic group A (C1-C6/N1/CL1) and group B (C7-C13/O1/O2) of 3,4dimethoxyphenyl are planar with r.m.s. deviation of 0.0081 and 0.0146 Å, respectively. The dihedral angle between A/B is 45.54 (4)°. The C-atoms C14 and C15 of 3,4-dimethoxyphenyl are at a distance of -0.0058 (35) and 0.1132 (34) Å, respectively from the parent group B. In the second molecule, the 4-chloroanilinic group C (C16-C21/N2/CL2) and group D (C22-C28/O3/O4) of 3,4-dimethoxyphenyl are planar with r.m.s. deviation of 0.0094 and 0.0063 Å, respectively. The dihedral angle between C/D is 19.68 (7)°. The C-atoms C29 and C30 of 3,4-dimethoxyphenyl are at a distance of -0.2256 (33) and -0.2205 (31) Å, respectively from the parent group D. This shows that both molecules differ at large from each other. The molecules are stabilized through C-H···O type of H-bonding and π···π interactions (Table 1) .
The asymmetric unit of the title compound, C 15 H 14 ClNO 2 , contains two molecules with significantly different conformations: the dihedral angles between the 4-chloroaniline and 3,4dimethoxyphenyl (excluding C atoms) moieties are 19.68 (7) and 45.54 (4) . In the crystal, the molecules are linked by C-HÁ Á ÁO hydrogen bonds and weak C-HÁ Á Á interactions. 
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Data collection
Bruker Kappa APEXII CCD diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2005) T min = 0.932, T max = 0.950 20975 measured reflections 5007 independent reflections 3456 reflections with I > 2(I) R int = 0.026 Refinement R[F 2 > 2(F 2 )] = 0.040 wR(F 2 ) = 0.120 S = 1.05 5007 reflections 347 parameters H-atom parameters constrained Á max = 0.19 e Å À3 Á min = À0.30 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1, Cg2 and Cg3 are the centroids of the C1-C6, C8-C13 and C16-C21 rings, respectively. Symmetry codes: (i) Àx þ 1; Ày þ 1; Àz; (ii) x; y þ 1; z; (iii) Àx; y À 1 2 ; Àz þ 1 2 ; (iv) x þ 1; y À 1; z.
Data collection: APEX2 (Bruker, 2009); cell refinement: SAINT (Bruker, 2009); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) and PLATON (Spek, 2009); software used to prepare material for publication: WinGX (Farrugia, 1999) and PLATON. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (7) 0.0572 (8) C7 −0.00599 (17) 0.6629 (3) 0.10774 (7) 0.0547 (7) C8 0.08663 (16) 0.6815 (3) 0.08263 (7) 0.0505 (7) (11) 0.0015 (10) 0.0059 (10) 0.0051 (10) C8 0.0492 (12) 0.0535 (12) 0.0487 (11) 0.0007 (9) 0.0043 (9) 0.0026 (9) supplementary materials sup-5 C9 0.0419 (11) 0.0496 (12) 0.0518 (12) 0.0011 (9) 0.0001 (9) −0.0002 (9) C10 0.0482 (11) 0.0469 (11) 0.0472 (11) 0.0005 (9) 0.0015 (9) −0.0022 (9) C11 0.0450 (11) 0.0514 (12) 0.0548 (12) −0.0009 (9) 0.0043 (9) −0.0033 (10) C12 0.0438 (11) 0.0724 (15) 0.0601 (14) 0.0015 (10) −0.0049 (10) −0.0011 (11) C13 0.0588 (13) 0.0740 (15) 0.0478 (12) 0.0017 (11) 0.0000 (10) 0.0064 (11) 
Hydrogen-bond geometry (Å, °)
Cg1, Cg2 and Cg3 are the centroids of the C1-C6, C8-C13 and C16-C21 rings, respectively. supplementary materials sup-9 Fig. 1 
